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SEQUENCE LISTING 
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<170> Patentln version 3.3 

<210> 1 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 

<400> 1 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
1 5 10 15 

Val His Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 2 

<211> 24 

<212> PRT 

<213> Artificial 

<220> 

<223> Synthetic peptide construct 

<400> 2 



1 



Leu Gly Arg Leu Ser Gin Glu Leu His Arg Leu Gin Thr Tyr Pro Arg 
15 10 15 

Thr Asn Thr Gly Ser Asn Thr Tyr 
20 



<210> 3 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 3 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val Arg Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 4 
<211> 36 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 4 

Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu Val 
15 10 15 

His Ser Ser Asn Asn Phe Gly Ala lie Leu Ser Ser Thr Asn Val Gly 
20 25 30 

Ser Asn Thr Tyr 
35 



<210> 5 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 

<400> 5 



2 



Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val His Ser Ser Asn Asn Phe Gly Ala lie Leu Pro Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 6 
<211> 36 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 6 

Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu Val 
15 10 15 

His Arg Ser Asn Asn Phe Gly Pro lie Leu Pro Ser Thr Asn Val Gly 
20 25 30 

Ser Asn Thr Tyr 
35 



<210> 7 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 7 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val His Ser Ser Asn Asn Phe Gly Pro Val Leu Pro Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 8 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 



3 



<223> Synthetic peptide construct 
<400> 8 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val Arg Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 9 

<211> 36 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 

<400> 9 

Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu Val 
1 5 10 15 

Arg Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Pro Ser Asn Val Gly 
20 25 30 



Ser Asn Thr Tyr 





35 


<210> 


10 


<211> 


36 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic peptide construct 


<400> 


10 



Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu Val 
1 5 10 15 

His Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Pro Ser Asn Val Gly 
20 25 30 

Ser Asn Thr Tyr 
35 



<210> 11 
<211> 37 
<212> PRT 



4 



<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 11 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val His Ser Ser Asn Asn Leu Gly Pro Val Leu Pro Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 12 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 

<400> 12 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
1 5 10 15 

Val His Ser Ser Asn Asn Leu Gly Pro Val Leu Pro Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 13 
<211> 36 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 13 

Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu Val 
15 10 15 

His Ser Ser Asn Asn Leu Gly Pro Val Leu Pro Ser Thr Asn Val Gly 
20 25 30 

Ser Asn Thr Tyr 
35 



5 



<210> 14 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 14 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val Arg Ser Ser Asn Asn Leu Gly Pro Val Leu Pro Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 15 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 15 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val Arg Ser Ser Asn Asn Leu Gly Pro lie Leu Pro Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 





35 


<210> 


16 


<211> 


37 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic peptide construct 


<400> 


16 



Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val Arg Ser Ser Asn Asn Leu Gly Pro lie Leu Pro Ser Thr Asn Val 
20 25 30 



6 



Gly Ser Asn Thr Tyr 
35 



<210> 17 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 17 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

lie His Ser Ser Asn Asn Leu Gly Pro lie Leu Pro Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 18 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 

<400> 18 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
1 5 10 15 

lie His Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 





35 


<210> 


19 


<211> 


36 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic peptide construct 


<400> 


19 



Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu lie 
1 5 10 15 



7 



His Ser Ser Asn Asn Leu Gly Pro lie Leu Pro Pro Thr Asn Val Gly 
20 25 30 

Ser Asn Thr Tyr 
35 



<210> 20 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 20 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

lie Arg Ser Ser Asn Asn Leu Gly Ala lie Leu Ser Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 21 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 21 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

lie Arg Ser Ser Asn Asn Leu Gly Ala Val Leu Ser Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 





35 


<210> 


22 


<211> 


37 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic peptide construct 


<400> 


22 



8 



Lys Cys Asn Thr Ala Thr Cys Ala Thr Gln.Arg Leu Ala Asn Phe Leu 
1 5 " 10 15 

lie Arg Ser Ser Asn Asn Leu Gly Pro Val Leu Pro Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 23 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 

<400> 23 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Thr Asn Phe Leu 
1 5 10 15 

Val His Ser Ser His Asn Leu Gly Ala Ala Leu Leu Pro Thr Asp Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 24 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 

<400> 24 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Thr Asn Phe Leu 
1 5 10 15 

Val His Ser Ser His Asn Leu Gly Ala Ala Leu Ser Pro Thr Asp Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 25 

<211> 36 

<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Synthetic peptide construct 



9 



<400> 25 

Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Thr Asn Phe Leu Val 
15 10 15 

His Ser Ser His Asn Leu Gly Ala Ala Leu Pro Ser Thr Asp Val Gly 
20 25 30 

Ser Asn Thr Tyr 
35 



<210> 26 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 26 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Thr Asn Phe Leu 
15 10 15 

Val Arg Ser Ser His Asn Leu Gly Ala Ala Leu Ser Pro Thr Asp Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 27 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic peptide construct 
<400> 27 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Thr Asn Phe Leu 
15 10 15 

Val Arg Ser Ser His Asn Leu Gly Ala lie Leu Pro Pro Thr Asp Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 28 

<211> 37 

<212> PRT 

<213> Artificial Sequence 



10 



<220> 

<223> Synthetic peptide construct 
<400> 28 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Thr Asn Phe Leu 
15 10 15 

Val Arg Ser Ser His Asn Leu Gly Pro Ala Leu Pro Pro Thr Asp Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 29 
<211> 25 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 29 

Val Leu Asn Lys Leu Ser Gin Glu Leu His Lys Leu Gin Thr Tyr Pro 
15 10 15 

Arg Thr Asn Thr Gly Ser Asn Thr Tyr 
20 25 



<210> 30 
<211> 25 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 30 

Val Leu Gly Lys Leu Ser Gin Glu Leu His Lys Leu Gin Thr Tyr Pro 
15 10 15 

Arg Thr Asn Thr Gly Ser Gly Thr Pro 
20 25 



<210> 31 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 



11 



<220> 

<221> MIS COFEATURE 

<222> (1) 

<223> Lys, Ala, Ser, acetylated Lys, or hydrogen 
<220> 

<221> MIS COFEATURE 

<222> (2) 

<223> Variable amino acid 
<220> 

<221> MIS C__FEATURE 

<222> (7) 

<223> Variable amino acid 
<220> 

<221> MIS C_FEATURE 

<222> (13) 

<223> Ala, Ser, or Thr 
<220> 

<221> MIS COFEATURE 

<222> (17) 

<223> Val, Leu, or lie 
<220> 

<221> MISC_FEATURE 

<222> (18) 

<223> His or Arg 

<220> 

<221> MISC_FEATURE 

<222> (19) 

<223> Ser or Thr 

<220> 

<221> MIS C_FEATURE 

<222> (20) 

<223> Ser, Thr, Gin, or Asn 
<220> 

<221> MISC_FEATURE 

<222> (21) 

<223> Asn, Gin, or His 
<220> 

<221> MIS C_FEATURE 

<222> (23) 

<223> Phe, Leu, or Tyr 
<220> 

<221> MIS COFEATURE 

<222> (25) 

<223> Ala, or Pro 

<220> 



12 



<221> 
<222> 
<223> 



MISC_FEATURE 
(26) 

lie, Val, Ala, or Leu 



<220> 

<221> MI S COFEATURE 
<222> (28) 

<223> Ser, Pro, Leu, lie, or Thr 
<220> 

<221> MI S COFEATURE 
<222> (29) 

<223> Ser, Pro, or Thr 
<220> 

<221> MIS C__FEATURE 
<222> (31) 

<223> Asn, Asp, or Gin 
<220> 

<221> MIS C_FEATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage, 

<220> 

<221> MIS C_FEATURE 

<223> c-term may be hydroxy, amino, alkylamino, dialkylamino, 

cycloalkylamino, arylamino, aralkylamino, alkyloxy, aryloxy or 
aralkyloxy 

<400> 31 

Xaa Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Xaa Asn Phe Leu 
15 10 15 

Xaa Xaa Xaa Xaa Xaa Asn Xaa Gly Xaa Xaa Leu Xaa Xaa Thr Xaa Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



32 
37 
PRT 

Artificial Sequence 



Synthetic peptide construct 



<210> 
<211> 
<212> 
<213> 

<220> 
<223> 



<220> 

<221> MIS C_FEATURE 

<222> (2).. (7) 

<223> 2,7-Cyclo bridge 



13 



<400> 32 

Lys Asp Asn Thr Ala Thr Lys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
1 5 10 15 

Val His Ser Ser Asn Asn Phe Gly Ala lie Leu Ser Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 33 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 

<400> 33 

Ala Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
1 5 10 15 

Val His Ser Ser Asn Asn Phe Gly Ala lie Leu Ser Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 34 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 34 

Ser Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val His Ser Ser Asn Asn Phe Gly Ala lie Leu Ser Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 35 

<211> 37 

<212> PRT 

<213> Artificial Sequence 



14 



<220> 

<223> Synthetic peptide construct 
<400> 35 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
1 5 10 15 

Val His Ser Ser Asn Asn Phe Gly Ala lie Leu Ser Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 36 
<211> 37 
<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<400> 36 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val His Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 





35 


<210> 


37 


<211> 


36 


<212> 


PRT 


<213> 


Artificial Sequence 


<220> 




<223> 


Synthetic peptide construct 


<400> 


37 



Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu Val 
15 10 15 

His Ser Ser Asn Asn Phe Gly Pro lie Leu Pro Ser Thr Asn Val Gly 
20 25 30 

Ser Asn Thr Tyr 
35 



<210> 38 
<211> 36 



15 



<212> PRT 

<213> Artificial Sequence 



<220> 

<223> Synthetic peptide construct 
<400> 38 

Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu Val 
1 5 10 15 

His Ser Ser Asn Asn Phe Gly Pro Val Leu Pro Pro Ser Asn Val Gly 
20 25 30 

Ser Asn Thr Tyr 
35 



<210> 39 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 



<220> 

<221> MISC_FEATURE 
<222> (11) 

<223> Arg is a D amino residue 
<400> 39 

Lys Cys Asn Thr Ala Thr Cys Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val His Ser Ser Asn Asn Phe Gly Ala lie Leu Ser Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 40 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<220> 

<221> MIS COFEATURE 

<222> (1) 

<223> Lys, Ala, Ser, or hydrogen 



16 



<220> 

<221> MIS COFEATURE 

<222> (2) 

<22 3> Variable amino acid 



<220> 

<221> MISC_FEATURE 

<222> (7) 

<223> Variable amino acid 



<220> 

<221> MISC 

<222> (13)" 

<223> Ala, 



FEATURE 
Ser, or Thr 



<220> 

<221> MISC 

<222> (17)" 

<223> Val, 



FEATURE 
Leu, or lie 



<220> 

<221> MIS C_FEATURE 

<222> (18) 

<223> His or Arg 

<220> 

<221> MIS C_FE ATURE 

<222> (19) 

<223> Ser or Thr 



<220> 

<221> MI S COFEATURE 

<222> (20) 

<223> Ser, Thr, Gin, or Asn 



<220> 

<221> MIS COFEATURE 

<222> (21) 

<223> Asn, Gin, or His 



<220> 

<221> MI SC_FEATURE 

<222> (23) 

<223> Phe, Leu, or Tyr 



<220> 

<221> MISC_FEATURE 

<222> (26) 

<223> lie, Val, Ala, or Leu 



<220> 

<221> MIS COFEATURE 

<222> (29) 

<22 3> Ser, Pro, or Thr 
<220> 

<221> MISC FEATURE 



17 



<222> (31) 

<223> Asn, Asp, or Gin 
<220> 

<221> MI SC_FEATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage 

<220> 

<221> MIS C_FEATURE 

<223> c-term may be amino, alkylamino, dialkylamino, cycloalkylamino, 
arylamino, aralkylamino, alkyloxy, aryloxy, or aralkyloxy 

<400> 40 

Xaa Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Xaa Asn Phe Leu 
15 10 15 

Xaa Xaa Xaa Xaa Xaa Asn Xaa Gly Pro Xaa Leu Pro Xaa Thr Xaa Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 41 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<22 3> Synthetic peptide construct 
<220> 

<221> MIS C__F E ATURE 

<222> (2) 

<223> Variable amino acid 
<220> 

<221> MISC_FEATURE 

<222> (7) 

<223> Variable amino acid 
<220> 

<221> MIS C__FE ATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage 

<400> 41 

Lys Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Ala Asn Phe Leu 
1 5 10 15 

Val Arg Ser Ser Asn Asn Leu Gly Pro Val Leu Pro Pro Thr Asn Val 
20 25 30 



18 



Gly Ser Asn Thr Tyr 
35 



<210> 
<211> 
<212> 
<213> 

<220> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 

<220> 
<221> 
<222> 
<223> 



42 
37 
PRT 

Artificial Sequence 



Synthetic peptide construct 



MISC_FEATURE 
(1) 

Lys, Ala, Ser, or hydrogen 



MIS C_FE ATURE 
(2) 

Variable amino acid 



MIS C_FE ATURE 
(7) 

Variable amino acid 



MIS COFEATURE 
(13) 

Ala, Ser, or Thr 



MISC_FEATURE 
(17) 

Val, Leu, or lie 



MIS C_FE ATURE 
(18) 

His or Arg 



MIS COFEATURE 
(19) 

Ser or Thr 



MIS C_FEATURE 
(20) 

Ser, Thr, Gin, or Asn 



MIS C_FEATURE 
(21) 

Asn, Gin, or His 



<220> 






< Z Z -L .> 






<222> 


(23)" 




<223> 


Phe, 


Leu, or Tyr 


<220> 








MTQP 
VI ± O ^ 




<222> 


(26)" 




<223> 


lie, 


Val, Ala, or Leu 


<220> 






< Z Z X > 


MTor 1 

rJlbL 


r r*.Hi UKE* 


<222> 


(28)" 




<223> 


Ser, 


Pro, Leu, lie, or 


<220> 






< Z Z _L > 


MTQP 


T7T7 1 7\ r PTTD T7 1 


<222> 


(31)" 




<223> 


Asn, 


Asp, or Gin 


<220> 






<221> 


MISC 


FEATURE 


<223> 


residues 2 and 7 are i] 



chains which are chemically bonded to each other to form an 
intramolecular linkage 

<220> 

<221> MIS C__FEATURE 

<223> c-term may be amino, alkyl amino, dialkylamino, cycloalkylamino, 
arylamino, aralkylamino, alkyloxy, aryloxy, or aralkyloxy 

<400> 42 

Xaa Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Xaa Asn Phe Leu 
15 10 15 

Xaa Xaa Xaa Xaa Xaa Asn Xaa Gly Pro Xaa Leu Xaa Pro Thr Xaa Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 43 
<211> 37 
<212> PRT 



<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<220> 

<221> MIS C_FEATURE 

<222> (2) 

<223> Variable amino acid 



20 



<220> 

<221> MIS COFEATURE 
<222> (7) 

<223> Variable amino acid 
<220> 

<221> MI SC_FEATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage 

<400> 43 

Lys Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val His Ser Asn Asn Asn Leu Gly Pro Val Leu Ser Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 44 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<220> 

<221> MIS C_FEATURE 

<222> (1) 

<223> Lys, Ala, Ser, or hydrogen 
<220> 

<221> MIS C_FEATURE 

<222> (2) 

<223> Variable amino acid 
<220> 

<221> MI SC_FEATURE 

<222> (7) 

<22 3> Variable amino acid 
<220> 

<221> MIS COFEATURE 

<222> (13) 

<223> Ala, Ser, or Thr 
<220> 

<221> MIS C_FEATURE 

<222> (17) 

<223> Val, Leu, or lie 
<220> 



21 



<221> MIS C_F E ATURE 

<222> (18) 

<223> His or Arg 

<220> 

<221> MIS COFEATURE 

<222> (19) 

<223> Ser or Thr 

<220> 

<221> MIS C_FEATURE 

<222> (20) 

<223> Ser, Thr, Gin, or Asn 
<220> 

<221> MISC_FEATURE 

<222> (21) 

<223> Asn, Gin, or His 
<220> 

<221> MIS C_FEATURE 

<222> (23) 

<223> Phe, Leu, or Tyr 
<220> 

<221> MIS C_FEATURE 

<222> (25) 

<223> Ala or Pro 

<220> 

<221> MIS COFEATURE 

<222> (26) 

<223> lie, Val, Ala, or Leu 
<220> 

<221> MIS C_FEATURE 

<222> (31) 

<223> Asn, Asp, or Gin 
<220> 

<221> MIS C_FE ATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage 

<220> 

<221> MIS COFEATURE 

<223> c-term may be amino, alkylamino, dialkylamino, cycloalkylamino, 
arylamino, aralkylamino, alkyloxy, aryloxy, or aralkyloxy 



<400> 44 

Xaa Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Xaa Asn Phe Leu 
15 10 15 
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Xaa Xaa Xaa Xaa Xaa Asn Xaa Gly Xaa Xaa Leu Pro Pro Thr Xaa Val 
20 25 30 



Gly Ser Asn Thr Tyr 
35 



<210> 45 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<220> 

<221> MIS COFEATURE 

<222> (1) . . (1) 

<223> Lys, Ala, Ser, or hydrogen 
<220> 

<221> MIS C_FEATURE 

<222> (2) 

<223> Variable amino acid 
<220> 

<221> MIS COFEATURE 

<222> (7) 

<223> Variable amino acid 
<220> 

<221> MIS C_F E ATURE 

<222> (13) 

<223> Ala, Ser, or Thr 
<220> 

<221> MIS C_FEATURE 

<222> (17) 

<223> Val, Leu, or lie 
<220> 

<221> MIS C_FEATURE 

<222> (18) 

<223> His or Arg 

<220> 

<221> MIS C_FEATURE 

<222> (19) 

<223> Ser or Thr 

<220> 

<221> MIS C_FE ATURE 

<222> (20) 

<223> Ser, Thr, Gin, or Asn 
<220> 
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<221> MIS COFEATURE 

<222> (21) 

<223> Asn, Gin, or His 
<220> 

<221> MIS COFEATURE 

<222> (23) 

<223> Phe, Leu, or Tyr 
<220> 

<221> MIS COFEATURE 

<222> (26) 

<223> lie, Val, Ala, or Leu 
<220> 

<221> MIS C_FE ATURE 

<222> (31) 

<223> Asn, Asp, or Gin 
<220> 

<221> MIS C_FE ATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage 

<220> 

<221> MIS C_FEATURE 

<223> c-term may be amino, alkylamino, dialkylamino, cycloalkylamino, 
arylamino, aralkylamino, alkyloxy, aryloxy, or aralkyloxy 

<400> 45 

Xaa Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Xaa Asn Phe Leu 
15 10 15 

Xaa Xaa Xaa Xaa Xaa Asn Xaa Gly Pro Xaa Leu Pro Pro Thr Xaa Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 46 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<220> 

<221> MIS C__FE ATURE 

<222> (2) 

<223> Variable amino acid 
<220> 

<221> MISC FEATURE 
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<222> (7) 

<223> Variable amino acid 
<220> 

<221> MIS COFEATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage 

<400> 46 

Lys Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val His Ser Ser Asn Asn Phe Gly Ala lie Leu Ser Ser Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 47 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<220> 

<221> MIS COFEATURE 

<222> (2) 

<223> Variable amino acid 
<220> 

<221> MISC_FEATURE 

<222> (7) 

<223> Variable amino acid 
<220> 

<221> MIS C__FEATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage 

<400> 47 

Lys Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

lie Arg Ser Ser Asn Asn Leu Gly Ala lie Leu Ser Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 
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<210> 48 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<220> 

<221> MIS COFEATURE 

<222> (2) 

<223> Variable amino acid 
<220> 

<221> MIS COFEATURE 

<222> (7) 

<223> Variable amino acid 
<220> 

<221> MISC_FEATURE 

<223> residues 2 and 7 are independently selected residues having side 
chains which are chemically bonded to each other to form an 
intramolecular linkage 

<400> 48 

Lys Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Ala Asn Phe Leu 
15 10 15 

Val Arg Thr Ser Asn Asn Leu Gly Ala lie Leu Ser Pro Thr Asn Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 



<210> 49 

<211> 37 

<212> PRT 

<213> Artificial Sequence 
<220> 

<223> Synthetic peptide construct 
<220> 

<221> MIS C_FEATURE 

<222> (2) 

<223> Variable amino acid 
<220> 

<221> MIS C_F E ATURE 

<222> (7) 

<223> Variable amino acid 
<220> 

<221> MIS C_FE ATURE 

<223> residues 2 and 7 are independently selected residues having side 
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chains which are chemically bonded to each other to form an 
intramolecular linkage 



<400> 49 

Lys Xaa Asn Thr Ala Thr Xaa Ala Thr Gin Arg Leu Thr Asn Phe Leu 
15 10 15 

Val Arg Ser Ser His Asn Leu Gly Ala Ala Leu Leu Pro Thr Asp Val 
20 25 30 

Gly Ser Asn Thr Tyr 
35 
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